We have previously described programs for a variety of types of sequence analysis (1-4). These programs have now been integrated into a single package. They are written in the standard C programming language and run on virtually any computer system with a C compiler, such as the IBH/PC and other computers running under the US/DOS and UNIX operating systems. The programs are widely distributed and may be obtained from the authors as described below .
INTRODUCTION
Several reviews on the use of computers in storage and analysis of nucleic acid and protein sequences have appeared (5-11). Other reviews have discussed the software that is available from commercial and noncommercial sources (8) (9) (10) (11) . This laboratory has been interested in the application of computer sequence analysis to problems in molecular genetics. As a result, several types of computer programs for genetic experiments and for analysis of mutant sequences have been developed (1-1). These programs were designed with four features in mind: (1) portability to other computer systems through the use of a standard computer language and the most widely-used computer operating systems; (2) free availability to colleagues at other research laboratories; (3) regularly scheduled improvements and enhancements; and, (4) ease of use and excellent documentation.
PORTABILITY C£ PROGRAHS
Using the same source code, the programs have been compiled and linked with the Unix C compiler to run under the UNIX operating system and with the Lattice C compiler to run under the MS/DOS operating system on a A letter requesting the programs should be sent to D.H. A standard IBM microcomputer disket containing executable forms of the program will be sent for copying and returning. The major types of analysis that oan be reached through the menu system are shown in Table 1. This table displays (Table 2) 
T OR C C OR T C OR G G OR T G OR C OR T G OR C OR T OR NO BASE
The pattern matching program also recognizes the following ambiguous base triplets in ambiguous DNA sequenoes created by back translation of protein to DNA sequences. Translation option 4 will oreate a file with these substitutions using as input a file containing a protein sequenoe in 3-letter amino acid code.
TAP or TGA (Termination codons) ZZZ LLL EEE RRR CTN or TTP (Leu codons) TCH or AGY (Ser oodons) CGN and AGP (Arg codons)
With the ezoeptlon of the 3-letter codes for arg, leu, ser and termination codons, which are ours, these symbols are as recommended by the Nomenclature Committee of the International Union of Biochemistry. All the symbols shown may be in a DNA sequence to be analyzed. They are recognized by all of the programs and interpreted, if possible. With the exception of the ambiguous triplets, the same symbols may also be in patterns to be searched.
J2A1A. OUTPUT OPTIONS
Prior to analysis of sequences, it is possible to select one of several types of data output by using option 0, main menu. In the output options menu, printer output (option 1) is sent first to a disk file and then printed 
